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|> gi |23396465 |spj Q961D9 | BCL 9 DRO ME Bel -9 homolog (Legless protein) 

g_ij_2_2 7 5*94 0_7 JgbJ AAF5 934 5_._2j CG2 041-PA [Drosophila melanogaster] 
g_i 1 2 _135 69 0 l\re t ' NP 6 51922 . 1 \ CG2 0 4 1 - PA [ D r o s oph i 1 a me 1 anoga s t e r ] 
g_i_[l52 9161 3 | gb | AAK93 07 5 . 1 [ II LD02061p [Drosophila melanogaster] 
_._ Length =14 6 9 

Score = 2076 bits (5379), Expect = 0.0 

Identities = 1260/1469 (85%) , Positives = 1260/1469 (85%) 

Query: 1 MLSTTMPRSPTQQQPQXXXXXXXXXXXXXXXXXXIGNGDSAASRSSPKTLNSEPFSTLSP 60 

MLSTTMPRSPTQQQPQ IGNGDSAASRSSPKTLNSEPFSTLSP 
Sbjct: 1 MLSTTMPRSPTQQQPQPNSDASSTSASGSNPGAAIGNGDSAASRSSPKTLNSEPFSTLSP 60 

Query: 61 DQIKLTPEEGTEKSGLSTSDKAATGGAPGSGNNLPEGQTMLRQNSTSTINSCLVAXXXXX 120 

DQIKLTPEEGTEKSGLSTSDKAATGGAPGSGNNLPEGQTMLRQNSTSTINSCLVA 
Sbjct: 61 DQIKLTPEEGTEKSGLSTSDKAATGGAPGSGNNLPEGQTMLRQNSTSTINSCLVASPQNS 12 0 

Query: 121 XXXXXXXXXXATVGLTQMVDCDEQS KKNKCS VKDEEAE I SSNKAKGQAAGGGCETGSTS S 180 

ATVGLTQMVDCDEQS KKNKCS VKDEEAE I SSNKAKGQAAGGGCETGSTS S 
Sbjct: 121 SEHSNSSNVSATVGLTQMVDCDEQS KKNKCS VKDEEAE I SSNKAKGQAAGGGCETGSTS S 180 

Query: 181 LTVKEEPTD VLGSLVNMKKEERENHS PTMS PVGFGS I GNAQDNS ATPVKI ERI SNDSTTE 24 0 

LTVKEEPTDVLGSLVNMKKEERENHSPTMSPVGFGSIGNAQDNSATPVKIERISNDSTTE 
Sbjct: 181 LTVKEEPTD VLGSLVNMKKEERENHS PTMS PVGFGS I GNAQDNS ATP VKI ER I SNDSTTE 240 

Query: 24 1 KKGSSLTMNNDEMSMEGCNQLNPDFINESLNNPAISSILVSXXXXXXXXXXXXXXXNLLT 3 00 

KKGS S LTMNNDEMSMEGCNQLNPDF INES LNNPAI SS I LVS NLLT 
Sbjct: 241 KKGSS LTMNNDEMSMEGCNQLNPDF INES LNNPAI SS I LVSGVGPIPGIGVGAGTGNLLT 300 

Query: 3 01 XXXXXXXXXXXXCLDYMQQQNHIFVFSTQLANKGAESVLSGQFQTIIAYHCTQPATKSFL 3 60 

CLDYMQQQNHIFVFSTQLANKGAESVLSGQFQTIIAYHCTQPATKSFL 
Sbjct: 3 01 ANANGISSGSSNCLDYMQQQNHIFVFSTQLANKGAESVLSGQFQTIIAYHCTQPATKSFL 3 60 

Query: 361 EDFFMKNPLKINKLQRHNSVGMPWIGMGQVGLTPPNPVAKITQQQPHTKTVGLLKPQFNQ 42 0 

EDFFMKNPLKINKLQRHNSVGMPWIGMGQVGLTPPNPVAKITQQQPHTKTVGLLKPQFNQ 
Sbjct: 361 EDFFMKNPLKINKLQRHNSVGMPWIGMGQVGLTPPNPVAKITQQQPHTKTVGLLKPQFNQ 420 

Query: 421 HENSKRSTVSAPSNSFVDQSDPMGNETELMCWEGGSSNTSRSGQNSRNHVDSISTSSESQ 4 80 

HENSKRSTVSAPSNSFVDQSDPMGNETELMCWEGGSSNTSRSGQNSRNHVDSISTSSESQ 
Sbjct: 421 HENSKRSTVSAPSNSFVDQSDPMGNETELMCWEGGSSNTSRSGQNSRNHVDSISTSSESQ 480 

Query: 4 81 AIKILEAAGVDLGQVTKGSDPGLTTENNIVSLQGVKVPDENLTPQQRQHREEQLAKIKKM 54 0 

A I KI LEAAGVDLGQVTKGSD PGLTTENNI VS LQGVKVPDENLTPQQRQHREEQLAKI KKM 
Sbjct: 481 AIKI LEAAGVDLGQVTKGSD PGLTTENNI VSLQGVKVPDENLTPQQRQHREEQLAKI KKM 540 

Query: 541 NQFLFPENENSVGANVSSQITKIPGDLXXXXXXXXXXXI INPTMRQLHMPGNAKSELLSA 60 0 

NQFLFPENENSVGANVSSQITKIPGDL I INPTMRQLHMPGNAKSELLSA 

Sbjct: 541 NQFLFPENENSVGANVSSQITKIPGDLMMGMSGGGGGS I INPTMRQLHMPGNAKSELLSA 60 0 

Query: 6 01 TSSGLSEDVMHPGDVISDMGAVIGCNNNQKTSVQCGSXXXXXXXXXXXXXXXXMHCSSSG 66 0 

TSSGLSEDVMHPGDVISDMGAVIGCNNNQKTSVQCGS MHCSSSG 
Sbjct: 601 TSSGLSEDVMHPGDVISDMGAVIGCNNNQKTSVQCGSGVGWTGTTAAGVNVNMHCSSSG 660 

Query: 6 61 APNGNMMGSSTDMLASFGNTSCNVIGTAPDMSKEVLNQDSRTHSHQGGVAQMEWSKIQHQ 72 0 

APNGNMMGSSTDMLASFGNTSCNVIGTAPDMSKEVLNQDSRTHSHQGGVAQMEWSKIQHQ 
Sbjct: 661 APNGNMMGSSTDMLASFGNTSCNVIGTAPDMSKEVLNQDSRTHSHQGGVAQMEWSKIQHQ 720 

Query: 721 FFEERLKGGKXXXXXXXXXXXXXXXSGSGGNSLNNQVRPLQGPPPPYHSIQRSASVPIAT 780 

FFEERLKGGK SGSGGNSLNNQVRPLQGPPPPYHSIQRSASVPIAT 
Sbjct: 721 FFEERLKGGKPRQVTGTWPQQQTPSGSGGNSLNNQVRPLQGPPPPYHSIQRSASVPIAT 780 

Query: 781 QXXXXXXXXXXXXXXXRTTAAVMGLPTNSPSMDGTGSLSGSVPQANTSTVQAGTTTVLSA 84 0 

Q RTTAAVMGLPTNSPSMDGTGSLSGSVPQANTSTVQAGTTTVLSA 
Sbjct: 781 QSPNPSSPNNLSLPSPRTTAAVMGLPTNSPSMDGTGSLSGSVPQANTSTVQAGTTTVLSA 840 
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Query: 841 NKNCFQADTPSPSNQNRSRNTGSSSVLTHNLSSNPSTPLSHLSPKEFESFGQSSAGDNMK 900 

NKNCFQADTPSPSNQNRSRNTGSSSVLTHNLSSNPSTPLSHLSPKEFESFGQSSAGDNMK 
Sbjct: 841 NKNCFQADTPSPSNQNRSRNTGSSSVLTHNLSSNPSTPLSHLSPKEFESFGQSSAGDNMK 900 

Query: 901 SRRPSPQGQRSPVNSLIEANKDVRFAASSPGFNPHPHMQSNSNSALNAYKMGSTNIQMER 960 

SRRPSPQGQRSPVNSLIEANKDVRFAASSPGFNPHPHMQSNSNSALNAYKMGSTNIQMER 
Sbjct: 901 SRRPSPQGQRSPVNSLIEANKDVRFAASSPGFNPHPHMQSNSNSALNAYKMGSTNIQMER 960 

Query: 961 QASAQGGSVQFSRRSDNIPLNPNSGNRPPPNKMTQNFDPISSLAQMSQQLTSCVXXXXXX 1020 

QASAQGGSVQFSRRSDNIPLNPNSGNRPPPNKMTQNFDPISSLAQMSQQLTSCV 
Sbjct: 961 QASAQGGSVQFSRRSDNIPLNPNSGNRPPPNKMTQNFDPISSLAQMSQQLTSCVSSMGSP 1020 

Query: 1021 XXXXXXXXXXXXXXXDINIEHXXXXXXXXXXXXXXNQNNCHSMNWMNSMGPRMLNPKMC 1080 

DINIEH NQNNCHSMNWMNSMGPRMLNPKMC 
Sbjct: 1021 AGTGGMTMMGGPGPSDINIEHGI ISGLDGSGIDTINQNNCHSMNWMNSMGPRMLNPKMC 1080 

Query: 1081 VAXXXXXXXXXXXXXXXXXLRENSIGSGCGSANSSNFQGVVPPGARMMGRMPVNFGSNFN 1140 

VA LRENS IGSGCGSANSSNFQGWPPGARMMGRMPVNFGSNFN 

Sbjct: 1081 VAGGPNGPPGFNPNSPNGGLRENSIGSGCGSANSSNFQGVVPPGARMMGRMPVNFGSNFN 1140 

Query: 1141 PNIQVKASTPNTIQYMPVRAQXXXXXXXXXXXXVRMPPSLEFLQRYANPQMGAVGNGSPI 1200 

PN I QVKAS T PNT I QYMPVRAQ VRM P P S LE FLQR YANPQMGAVGNGS P I 

Sbjct: 1141 PN I QVKAS T PNT I QYMPVRAQNANNNNNNGANNVRMP PS LE FLQR YANPQMGAVGNGS P I 1200 

Query: 1201 CPPSASDGTXXXXXXXXXXXXXXXXXNSSGEQHQNKITNNPGASNGINFFQNCNQMSIVD 1260 

CPPSASDGT NSSGEQHQNKITNNPGASNGINFFQNCNQMSIVD 
Sbjct: 1201 CPPSASDGTPGMPGLMAGPGAGGMLMNSSGEQHQNKITNNPGASNGINFFQNCNQMSIVD 1260 

Query: 12 61 EEGGLPGHDGSMNIGQPSMIRGMRPHAMRPNVMGARMPPVNRQIQFAQSSDGIDCVGDPS 13 2 0 

EEGGLPGHDGSMNIGQPSMIRGMRPHAMRPNVMGARMPPVNRQIQFAQSSDGIDCVGDPS 
Sbjct: 1261 EEGGLPGHDGSMNIGQPSMIRGMRPHAMRPNVMGARMPPVNRQIQFAQSSDGIDCVGDPS 1320 

Query: 13 21 SFFTNASCNSAGPHMFGSAQQANQPKTQHIKNIPSGMCQNQSGLAVAQGQIQLHGQGHAQ 13 8 0 

SFFTNASCNSAGPHMFGSAQQANQPKTQHIKNIPSGMCQNQSGLAVAQGQIQLHGQGHAQ 
Sbjct: 1321 SFFTNASCNSAGPHMFGSAQQANQPKTQHIKNIPSGMCQNQSGLAVAQGQIQLHGQGHAQ 1380 

Query: 13 81 GQSLIGPTNNNLMSTAGSVSATNGVSGINFVGPSSTDLKYAQQYHSFQQQLYATNTRSXX 1440 

GQSLIGPTNNNLMSTAGSVSATNGVSGINFVGPSSTDLKYAQQYHSFQQQLYATNTRS 
Sbjct: 1381 GQSLIGPTNNNLMSTAGSVSATNGVSGINFVGPSSTDLKYAQQYHSFQQQLYATNTRSQQ 1440 

Query: 1441 XXXXXXXXXSNMITMPPNLSPNPTFFVNK 146 9 

SNMITMPPNLSPNPTFFVNK 
Sbjct: 1441 QQHMHQQHQSNMITMPPNLSPNPTFFVNK 146 9 

_J>gi|l95 50445lgb| AAL913 6 8 . 1 | AF4572 05_1 legless [Drosophila melanogas ter ] 
Length = 1464 

Score = 2069 bits (5360), Expect = 0.0 

Identities = 1255/1464 (85%) , Positives = 1255/1464 (85%) 

Query: 6 MPRSPTQQQPQXXXXXXXXXXXXXXXXXXIGNGDSAASRSSPKTLNSEPFSTLSPDQIKL 65 

MPRSPTQQQPQ IGNGDSAASRSSPKTLNSEPFSTLSPDQIKL 
Sbjct: 1 MPRSPTQQQPQPNSDASSTSASGSNPGAAIGNGDSAASRSSPKTLNSEPFSTLSPDQIKL 60 

Query: 66 TPEEGTEKSGLSTSDKAATGGAPGSGNNLPEGQTMLRQNSTSTINSCLVAXXXXXXXXXX 125 

TPEEGTEKSGLSTSDKAATGGAPGSGNNLPEGQTMLRQNSTSTINSCLVA 
Sbjct: 61 TPEEGTEKSGLSTSDKAATGGAPGSGNNLPEGQTMLRQNSTSTINSCLVASPQNSSEHSN 120 

Query: 126 XXXXXATVGLTQMVDCDEQSKKNKCSVKDEEAEISSNKAKGQAAGGGCETGSTSSLTVKE 185 

ATVGLTQMVDCDEQSKKNKCSVKDEEAEISSNKAKGQAAGGGCETGSTSSLTVKE 
Sbjct: 121 SSNVSATVGLTQMVDCDEQSKKNKCSVKDEEAEISSNKAKGQAAGGGCETGSTSSLTVKE 180 

Query: 186 EPTDVLGSLVNMKKEERENHSPTMSPVGFGSIGNAQDNSATPVKIERISNDSTTEKKGSS 24 5 

EPTDVLGSLVNMKKEERENHSPTMSPVGFGSIGNAQDNSATPVKIERISNDSTTEKKGSS 
Sbjct: 181 EPTDVLGSLVNMKKEERENHSPTMSPVGFGSIGNAQDNSATPVKIERISNDSTTEKKGSS 240 
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Query: 246 LTMNNDEMSMEGCNQLNPDFINESLNNPAISSILVSXXXXXXXXXXXXXXXNLLTXXXXX 3 05 

LTMNNDEMSMEGCNQLNPDFINESLNN PAISSILVS NLLT 
Sbjct: 241 LTMNNDEMSMEGCNQLNPDFINESLNNPAISSILVSGVGPIPGIGVGAGTGNLLTANANG 300 

Query: 3 06 XXXXXXXCLDYMQQQNHIFVFSTQLANKGAESVLSGQFQTI IAYHCTQPATKSFLEDFFM 3 65 

CLDYMQQQNHIFVFSTQLANKGAESVLSGQFQTI IAYHCTQPATKSFLEDFFM 
Sbjct: 301 I SSGSSNCLDYMQQQNH I FVFSTQLANKGAESVLSGQFQT I IAYHCTQPATKSFLEDFFM 360 

Query: 366 KNPLKINKLQRHNSVGMPWIGMGQVGLTPPNPVAKITQQQPHTKTVGLLKPQFNQHENSK 425 

KNPLKINKLQRHNSVGMPWIGMGQVGLTPPNPVAKITQQQPHTKTVGLLKPQFNQHENSK 
Sbjct: 361 KNPLKINKLQRHNSVGMPWIGMGQVGLTPPNPVAKITQQQPHTKTVGLLKPQFNQHENSK 420 

Query: 426 RSTVSAPSNSFVDQSDPMGNETELMCWEGGSSNTSRSGQNSRNHVDSISTSSESQAIKIL 485 

RSTVSAPSNSFVDQSDPMGNETELMCWEGGSSNTSRSGQNSRNHVDSISTSSESQAIKIL 
Sbjct: 421 RSTVSAPSNSFVDQSDPMGNETELMCWEGGSSNTSRSGQNSRNHVDSISTSSESQAIKIL 480 

Query: 4 86 EAAGVDLGQVTKGSDPGLTTENNI VSLQGVKVPDENLTPQQRQHREEQLAKIKKMNQFLF 54 5 

EAAGVDLGQVTKGSDPGLTTENNI VSLQGVKVPDENLTPQQRQHREEQLAKIKKMNQFLF 
Sbjct: 481 EAAGVDLGQVTKGSDPGLTTENNI VSLQGVKVPDENLTPQQRQHREEQLAKIKKMNQFLF 54 0 

Query: 54 6 PENENSVGANVSSQITKIPGDLXXXXXXXXXXXI INPTMRQLHMPGNAKSELLSATSSGL 605 

PENENSVGANVSSQITKIPGDL I INPTMRQLHMPGNAKSELLSATSSGL 

Sbjct: 541 PENENSVGANVSSQITK I PGDLMMGMSGGGGGS I INPTMRQLHMPGNAKSELLSATSSGL 600 

Query: 6 06 SEDVMHPGDVISDMGAVIGCNNNQKTSVQCGSXXXXXXXXXXXXXXXXMHCSSSGAPNGN 66 5 

SEDVMHPGDVISDMGAVIGCNNNQKTSVQCGS MHCSSSGAPNGN 
Sbjct: 601 SEDVMHPGDVISDMGAVIGCNNNQKTSVQCGSGVGWTGTTAAGVNWMHCSSSGAPNGN 660 

Query: 666 MMGSSTDMLASFGNTSCNVIGTAPDMSKEVLNQDSRTHSHQGGVAQMEWSKIQHQFFEER 72 5 

MMGSSTDMLASFGNTSCNVIGTAPDMSKEVLNQDSRTHSHQGGVAQMEWSKIQHQFFEER 
Sbjct: 661 MMGSSTDMLASFGNTSCNVIGTAPDMSKEVLNQDSRTHSHQGGVAQMEWSKIQHQFFEER 720 

Query: 72 6 LKGGKXXXXXXXXXXXXXXXSGSGGNSLNNQVRPLQGPPPPYHSIQRSASVPIATQXXXX 785 

LKGGK SGSGGNSLNNQVRPLQGPPPPYHS IQRSASVPIATQ 

Sbjct: 721 LKGGKPRQVTGTWPQQQTPSGSGGNSLNNQVRPLQGPPPPYHSIQRSASVPIATQSPNP 780 

Query: 7 86 XXXXXXXXXXXRTTAAVMGLPTNSPSMDGTGSLSGSVPQANTSTVQAGTTTVLSANKNCF 84 5 

RTTAAVMGLPTNSPSMDGTGSLSGSVPQANTSTVQAGTTTVLSANKNCF 
Sbjct: 781 SSPNNLSLPSPRTTAAVMGLPTNSPSMDGTGSLSGSVPQANTSTVQAGTTTVLSANKNCF 84 0 

Query: 84 6 QADTPSPSNQNRSRNTGSSSVLTHNLSSNPSTPLSHLSPKEFESFGQSSAGDNMKSRRPS 905 

QADTPSPSNQNRSRNTGSSSVLTHNLSSNPSTPLSHLSPKEFESFGQSSAGDNMKSRRPS 
Sbjct: 841 QADTPSPSNQNRSRNTGSSSVLTHNLSSNPSTPLSHLSPKEFESFGQSSAGDNMKSRRPS 900 

Query: 906 PQGQRSPVNSLIEANKDVRFAASSPGFNPHPHMQSNSNSALNAYKMGSTNIQMERQASAQ 965 

PQGQRSPVNSLIEANKDVRFAASSPGFNPHPHMQSNSNSALNAYKMGSTNIQMERQASAQ 
Sbjct: 901 PQGQRSPVNSLIEANKDVR FAASSPGFNPHPHMQSNSNSALNAYKMGSTNIQMERQASAQ 960 

Query: 966 GGSVQFSRRSDNIPLNPNSGNRPPPNKMTQNFDPISSLAQMSQQLTSCVXXXXXXXXXXX 102 5 

GGSVQFSRRSDNIPLNPNSGNRPPPNKMTQNFDPISSLAQMSQQLTSCV 
Sbjct: 961 GGSVQFSRRSDNIPLNPNSGNRPPPNKMTQNFDPISSLAQMSQQLTSCVSSMGSPAGTGG 102 0 

Query: 1026 XXXXXXXXXXDINIEHXXXXXXXXXXXXXXNQNNCHSMNWMNSMGPRMLNPKMCVAXXX 1085 

DIN I EH NQNNCHSMNWMNSMGPRMLNPKMCVA 
Sbjct: 1021 MTMMGGPGPSDINIEHGI ISGLDGSGIDTINQNNCHSMNWMNSMGPRMLNPKMCVAGGP 10 8 0 

Query: 1086 XXXXXXXXXXXXXXLRENSIGSGCGSANSSNFQGWPPGARMMGRMPWFGSNFNPNIQV 114 5 

LRENSIGSGCGSANSSNFQGWPPGARMMGRMPVNFGSNFNPNIQV 
Sbjct: 1081 NGPPGFNPNSPNGGLRENSIGSGCGSANSSNFQGWPPGARMMGRMPVNFGSNFNPNIQV 1140 

Query: 1146 KASTPNTIQYMPVRAQXXXXXXXXXXXXVRMPPSLEFLQRYANPQMGAVGNGSPICPPSA 1205 

KASTPNTIQYMPVRAQ VRMPPSLEFLQRYANPQMGAVGNGSPICPPSA 
Sbjct: 1141 KASTPNTIQYMPVRAQNANNNNNNGANNVRMPPSLEFLQRYANPQMGAVGNGSPICPPSA 1200 
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Query: 12 0 6 SDGTXXXXXXXXXXXXXXXXXNSSGEQHQNKITNNPGASNGINFFQNCNQMSIVDEEGGL 12 6 5 

SDGT NSSGEQHQNKITNNPGASNGINFFQNCNQMSIVDEEGGL 
Sbjct: 12 01 SDGTPGMPGLMAGPGAGGMLMNSSGEQHQNKITNNPGASNGINFFQNCNQMSIVDEEGGL 12 60 

Query: 12 66 PGHDGSMNIGQPSMIRGMRPHAMRPNVMGARMPPVNRQIQFAQSSDGIDCVGDPSSFFTN 13 2 5 

PGHDGSMNIGQPSMIRGMRPHAMRPNVMGARMPPVNRQIQFAQSSDGIDCVGDPSSFFTN 
Sbjct: 1261 PGHDGSMNIGQPSMIRGMRPHAMRPNVMGARMPPVNRQIQFAQSSDGIDCVGDPSSFFTN 1320 

Query: 132 6 ASCNSAGPHMFGSAQQANQPKTQHIKNIPSGMCQNQSGLAVAQGQIQLHGQGHAQGQSLI 13 85 

ASCNSAGPHMFGSAQQANQPKTQHIKNIPSGMCQNQSGLAVAQGQIQLHGQGHAQGQSLI 
Sbjct: 1321 ASCNSAGPHMFGSAQQANQPKTQHIKNIPSGMCQNQSGLAVAQGQIQLHGQGHAQGQSLI 1380 

Query: 1386 GPTNNNLMSTAGSVSATNGVSGINFVGPSSTDLKYAQQYHSFQQQLYATNTRSXXXXXXX 1445 

GPTNNNLMSTAGSVSATNGVSGINFVGPSSTDLKYAQQYHSFQQQLYATNTRS 
Sbjct: 1381 GPTNNNLMSTAGSVSATNGVSGINFVGPSSTDLKYAQQYHSFQQQLYATNTRSQQQQHMH 1440 

Query: 1446 XXXXSNMITMPPNLSPNPTFFVNK 146 9 

SNMITMPPNLSPNPTFFVNK 
Sbjct: 1441 QQHQSNMITMPPNLSPNPTFFVNK 1464 

_|>gi |813 2 9 99]gb|AAF7 344 7.l|AF2 63 83 6 1 H voltage -gated potassium channel KCNQ5 [Mu 
gi|l4 285398|sp| Q9JK4 5 | CIQ5 MOUSE Potassium voltage-gated channel subfamily KQT me 
channel KQT- like 5) 
Length = 878 

Score = 38.9 bits (89} , Expect = 0.58 

Identities = 34/138 (24%) , Positives = 65/138 (47%) , Gaps = 14/138 (10%) 



Query : 


806 


PTNSPSMDGTGSLSGSVPQANTSTVQAGTTTVLSANK NCFQADTPSPSNQNR S 


858 






P +S + G+ SG + ++ ++ + G + L+ N+ FA + P + +Q S 




Sbjct : 


606 


PVDSKDLSGSAQNSGCLTRSASANISRGLQFILTPNEFSAQTFYALSPTMHSQATQVPMS 


665 


Query : 


859 


RNTGSSSVLTHNLSSN PSTPLSHLSPKEFESFGQSSAGDNMKSRRPSPQGQRSP 


912 






+N GSS V T+N+++ P+P+ P + S++S Q S 




Sbjct : 


666 


QNDGSSWATNNIANQISAAPKPAAPTTLQIPPPLSAIKHLSRPEPLLSNPTGLQESISD 


725 


Query : 


913 


VNSLIEANKD- VRFAASS 929 








V + + A+K+ V+FA S+ 




Sbj Ct : 


726 


VTTCLVASKESVQFAQSN 74 3 





_| >g i ; 2 3 5 9 3 6 3 3 _ re f X P_l 2 97 0 4 . 2 | potassium voltage -gated channel, subfamily Q, memt 
musculus] 
Length = 846 

Score = 38.9 bits (89), Expect = 0.62 

Identities = 34/138 (24%) , Positives = 65/138 (47%) , Gaps = 14/138 (10%) 

Query: 806 PTNSPSMDGTGSLSGSVPQANTSTVQAGTTTVLSANK NCFQADTPSPSNQNR S 858 

P +S + G+ SG ++++++ G +L+ N+ FA +P+ +Q S 

Sbjct: 574 PVDSKDLSGSAQNSGCLTRSASANISRGLQFILTPNEFSAQTFYALSPTMHSQATQVPMS 633 

Query: 85 9 RNTGSSSVLTHNLSSN PSTPLSHLSPKEFESFGQSSAGDNMKSRRPSPQGQRSP 912 

+N GSS V T+N+++ P+P+P + S++S QS 

Sbjct: 634 QNDGSSWATNNIANQISAAPKPAAPTTLQIPPPLSAIKHLSRPEPLLSNPTGLQESISD 6 93 

Query: 913 VNSLIEANKD- VRFAASS 92 9 

V + + A+K+ V+FA S+ 
Sbjct: 694 VTTCLVASKESVQFAQSN 711 

_J >gi 1 2767 2780 | ref | XP 22494 1. l| similar to MAP/microtubule affinity- regulating kir 
ELKL motif kinase 1; ELKL motif kinase [Homo sapiens] 
[Rattus norvegicus] 
Length = 654 



Score = 36.6 bits (83), Expect = 3.0 
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Identities = 18/68 (26%), Positives = 33/68 (48%), Gaps = 8/68 (11%) 

Query: 838 LSANKNCFQADTPSPSNQNRSRNTGSSSVLTHNLSSNPSTPLSHLSPKEFESFGQSSAGD 897 

+S NCF N++ S N G +++ H + + + P + + P+ +SFG SA + 

Sbjct: 421 ISPTLNCF NKSESLNKGKRTI VRHTMPPKKTSPVRRICPRLHKSFGMGSASE 472 

Query: 898 NMKSRRPS 905 

+ R S 
Sbjct: 473 DSSKRNSS 480 

| >gi j23396460|sp|O0 0512i BCL9_HUMAN B-cell lymphoma 9 protein (Bel -9) {Legless horr 

Length = 14 2 6 

Score = 35.8 bits (81), Expect = 6.0 

Identities = 16/28 (57%) , Positives = 25/28 (89%) 

Query: 323 I FVFSTQLANKGAES VLSGQFQTI I AYH 350 

++VFST++ANK AE+VL GQ +TI+++H 
Sbjct: 177 VYVFSTEMANKAAEAVLKGQVETIVSFH 204 

_J > gi 1 475 7846 [ ref | NP 004317.l| II B-cell CLL/ lymphoma 9 [Homo sapiens] 
gi [ 257 0024 | emb | CAA7 3 94 2 . 1 D B-cell CLL/ lymphoma 9 [Homo sapiens] 
Length = 13 94 

Score = 35.8 bits (81), Expect =6.2 

Identities = 16/28 (57%) , Positives = 25/28 (89%) 

Query: 3 23 IFVFSTQLANKGAESVLSGQFQTI IAYH 350 

++VFST++ANK AE+VL GQ +TI+++H 
Sbjct: 177 VYVFSTEMANKAAEAVLKGQVETIVSFH 204 

_|>gij263 28813[dbj | BAC2 814 5 . 1 | unnamed protein product [Mus musculus] 
" Length = 5 72 

Score = 35.0 bits (79), Expect = 9.5 

Identities = 34/138 (24%) , Positives = 65/138 (47%) , Gaps = 14/138 (10%) 



Query : 


806 


PTNSPSMDGTGSLSGSVPQANTSTVQAGTTTVLSANK NCFQADTPSPSNQNR S 


858 






P +S + G+ SG + ++ ++ + G + L + N+ FA + P + +Q S 




Sbjct : 


300 


PVDSKDLSGSAQNSGCLTRSASANISRGLQFILTPNEFSAQTFYALSPTMHSQATQVPMS 


359 


Query : 


859 


RNTGS S S VLTHNLS SN PSTPLSHLSPKEFESFGQSSAGDNMKSRRPSPQGQRSP 


912 






+N GSS V T+N+++ P+P+P + S++S QS 




Sbjct : 


360 


QNDGSSWATNNIANQISAAPKPAAPTTLQIPPPLSAIKHLSRPEPLLSNPTGLQESISD 


419 


Query : 


913 


VNSLIEANKD- VRFAASS 92 9 








V + + A+K+ V+FA S+ 




Sbj Ct : 


420 


VTTCLVASKESVQFAQSN 437 





Get selected sequences Select all Deselect all 



Database: All non- redundant GenBank CDS 
trans la t ions+PDB+Swi ssProt +PIR+PRF 

Posted date: Feb 26, 2003 10:23 PM 
Number of letters in database: 431,791,111 
Number of sequences in database: 1,348,542 

Lambda K H 

0.309 0.125 0.356 

Gapped 

Lambda K H 



RID= 1046895000-05007-6664, 



http://www.ricbi.nlm.nih.gov/blast/Bliis 



0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB : 1,110,058,764 

Number of Sequences: 1348542 

Number of extensions: 43687358 

Number of successful extensions: 111049 

Number of sequences better than 10.0: 267 

Number of HSP's better than 10.0 without gapping: 24 

Number of HSP's successfully gapped in prelim test: 258 

Number of HSP's that attempted gapping in prelim test: 108537 

Number of HSP's gapped (non-prelim) : 1637 

length of query: 1469 

length of database: 431,791,111 

effective HSP length: 136 

effective length of query: 1333 

effective length of database: 248,389,399 

effective search space: 331103068867 

effective search space used: 331103068867 



T: 
A: 
XI 
X2 
X3 
SI 
S2 



11 

40 
16 
38 
64 
42 
79 



( 7, 
(14. 
{24, 



bits) 
bits) 



7 bits) 



(21.7 bits) 
(35.0 bits) 



